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Figure 4A Mass spectrum of peak 10 from figure 3B 
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Mass spectrum of peak 11 from figure 3B 
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Mass spectrum of peak 12 from figure 3B 
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Mass spectrum of peak 13 from figure 3B 
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ZMFAD2 151 HHSNTGSLER DEV FVPKKKE ALPWYTPY V Y NNPVGRVVHI V VQLTLGWPL 200 

RCFAD2 151 HHSNTGSLER DEVFVPKKKS SIRWYSKYL- NNPPGRIMTI AVTLSLGWPL 200 

210 220 230 240 250 

LFFAH12 201 YLAFNVSGRP YDG- FASHFF PHAPI FKDRE RLQI YISDAG I LAVCYGLYR 250 

FAH12 201 YLAFNVSGRP YDR- FACHYD PYGPI FSERE RLQIYIADLG I FATTFVLYQ 250 

ATFAD2 201 YLAFNVSGRP YDG-FACHFF PNAPI YNDRE RLQI YLSDAG I LAVCFGLYR 250 

BNFAD2 201 YLAFNVSGRP YDGGFACHFH PNAPI YNDRE RLQIYJSDAG I LAVCYGLLP 250 

GMFAD2- 1 201 YLAFNVSGRP YDS- FASHYH PYAPI YSNRE RLLI YVSDVA LFSVTYSLYR 250 

GMFAD2-2 201 YLALNVSGRP YDR- FACHYD PYGP I YSDRE RLQI YISDAG VLAVVYGLFR 250 

ZMFAD2 201 YLATNASGRP YPR- FACHFD PYGPI YNDRE RAQIFVSDAG VVAVAFGLYK 250 

RCFAD2 201 YLAFNVSGRP YDR- FACHYD PYGPI YNDRE RIEIFISDAG V LAVTFGLYQ 250 
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260 270 280 290 300 

LFFAH12 251 YAASQGLTAM ICVYGVPLLI VNFFLV LVTF LQHTHPSLPH YDSTEWEWIR 300 

FAH12 251 ATMAKGLAWV MRI YGVPLLI VNCFLVMITY LQHTHPAI PR YGSSEWDWLR 300 

ATFA02 251 YAAAQGMASM ICLYGVPLLI VNAFLVLITY LQHTHPSLPH YDSSEWDWLR 300 

BNFAD2 251 YAAVQGVASM VCFLRVPLLI VNGFLVLI TY LQHTHPSLPH YDSSEWDWLR 300 

GMFAD2- 1 251 VATLKGLVWL LCVYGVPLLI VNGFLVTITY LQHTHFALPH YDSSEWDWLK 300 

GMFAD2-2 251 LAMAKGLAWV VCVYGVPLLV VNGFLVLITF LQHTHPALPH YTSSEWDWLR 300 

ZMFAD2 251 LAAAFGVWWV VRVYAVPLLI VNAWLVLITY LQHTHPSLPH YDSSEWDWLR 300 

RCFAD2 251 LAI AKGLAWV VCVYGVPLLV VNSFLVLITF LQHTHPALPH YDSSEWDWLR 300 

310 320 330 340 350 

LFFAH12 301 GALVTVDRDY GI LNKVFHN I TDTHVAHHLF ATI PHYNAME ATEAIKPILG 350 

FAH12 301 GAMVTVDRDY GVLNKVFHN I ADTHVAHHLF ATVPHYHAME ATKAI KPIMG 350 

ATFAD2 301 GALATVDRDY GI LNKVFHNI TDTHVAHHLF STMPHYNAME ATKAIKPILG 350 

BNFAD2 301 GALATVDRDY GILNQGFHNI TDTHEAHHLF STMPHYHAME ATKAIKPILG 350 

GMFAD2-1 301 GALATMDRDY GI LNKVFHHI TDTHVAHHLF STMPHYHAME ATNAIKPILG 350 

GMFAD2-2 301 GALATVDRDY GILNKVFHNI TDTHVAHHLF STMPHYHAME ATKAIKPILG 350 

ZMFAD2 301 GALATMDRDY GILNRVFHNI TDTHVAHHLF STMPHYHAME ATKAIRPILG 350 

RCFAD2 301 GALATVDRDY GILNKVFHNI TDTQVAHHLF --- -- 350 

360 370 380 390 400 

LFFAH12 351 DYYHFDGTPW YVAMYREAKE CLYVEPDTER GKKGVYYYNN K-L 400 

FAH12 351 EYYRYDGTPF YKALWREAKE CLFVEPDEGA PTQGVFWYRN KY- 400 

ATFAD2 351 DYYQFDGTPW YVAMYREAKE C I YVEPDREG DKKGV YWYNN K-L 400 

BNFAD2 351 EYYQFDGTPV VKAMWREAKE C I YVEPDRQG EKKGVFWYNN KL* 400 

GMFAD2-1 351 EYYQFDDTPF YKALWREARE CLYVEPDEGT SEKGV YWYRN KY- 400 

GMFAD2-2 351 EYYRFDETPF VKAMWREARE CIYVEPDQST ESKGVFWYNN KL- 400 

ZMFAD2 351 DYYHFDPTPV AKATWREAGE CIYVEPE--- DRKGVFWYNK KF* 400 
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Xhol.Clal.Hindlll.Pstl.EcoRI.BamHI.Xbal.Sstl 




Plasmid name: pSLJ44026 
Plasmid size: 25.70 kb 
Constructed by: Jonathon Jones 
Construction date: 199 2 

Comments/References: Transgenic Research 1,285-297 (1992) 
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XbaLSphLXhoLNotl.XmailLBstXI.EcoRI.BstXI.XmallLBamHI.Sacl.Kpnl.Hindlll 
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TIC: 0101003. D 
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